. Antirrhinum wild-type inflorescence is an indeterminate raceme (a) The Antirrhinum wild type inflorescence is an indeterminate raceme. 
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Nucleotide and protein sequence of ERA gene. Degenerate primers used to identify the first ERA fragment are underlined. Black triangle indicates the insertion point of the CACTA transposon in the era mutant.
Figure S3. ERAMOSA expression pattern and its overexpression in Arabidopsis thaliana.
(a) The expression of ERA transcript analysed by semi-quantitative RT-PCR in duplicate using cDNA obtained from two different biological replicates of RNA (one of two identical results is shown). ERA is expressed in roots, leaves, stems and flowers at different stages of development (stages defined according to Vincent and Coen, 2004) . As a control we amplified a fragment of an ACTIN gene.
(b) ERA overexpression in Arabidopsis thaliana Col-0 causes an increase in the number of secondary inflorescences formed at the axil of rosette leaves.
(c) The increase in lateral branching correlates with the overexpression of ERA transcript.
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The entire GRAS sequence was used for the alignment while the sequences upstream and downstream of the conserved LHRI and SAW domains, respectively, have been removed. 
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Phylogenetic tree containing all available ERAMOSA orthologues verifies that ERA cannot be found in the Leguminosae family. In order to avoid an ungainly tree, genes similar to ERA have not been included in the analysis. The phylogenetic tree has been constructed using PhyML software; the scale bar indicates number of substitutions per site. Table S1 . List of primers used in this study.
Primers Sequence
Degenerate 
